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Amendments to the Specification 

Please amend the paragraph beginning at page 21, line 19 - page 22, lin<: 17 as follows: 

Unless otherwise stated, sequence identity/similarity values provided herein refer to the 
value obtained using the BLAST 2,0 suite of programs using default parameters. Altschul et a., 
Nucleic Acids Res. 25:3389-3402(1997). Software for performing BLAST analyses is publicly 
available, e.g., through the National Center for Biotechnology-lnfonnation 
rr flittp://www.hcbi.nlm.nih.gov/>'| ] (world wide web at hcbi.nlmjiih.gov O. This algorithm 
involves first identifying high scoring sequence paiTs (HSPs) by identifying short words of length 
W in the query sequence, which either match or satisfy some positive-v;ilued threshold score T 
when aligned with a word of the same length in a database sequence. T is referred to as the 
neighborhood word score threshold (Altschul et al., supra). These initiid neighborhood word hits 
act as seeds for initiating searches to find longer HSPs containing them. The word hits are then 
extended in both directions along each sequence for as far as the cumulative alignment score can 
be increased. Cumulative scores are calculated using, for nucleotide sequences, the parameters 
M (reward score for a pair of matching residues; always > 0) and N (penalty score for 
mismatching residues; always < 0). For amino acid sequences, a scoring matrix is used to 
calculate the cumulative score. Extension of the woid hits in each direction are halted when: the 
cumulative alignment score falls off by the quantity X from its maximum achieved value; the 
cumulative score goes to zero or below, due to the accumulation of one or more negative-scoring 
residue alignments; or the end of either sequence is reached. The BLAST algorithm parameters 
W, T, and X determine the sensitivity and speed of the alignment The BLASTN program (for 
nucleotide sequences) uses as defaults a wordlength (W) of 1 1, an expectation (E) of 10, a cutoff 
of 100, M=5, N— 4, and a comparison of both strands. For amino acid sequences, the BLASTP 
program uses as defaults a wordlength (W) of 3, an expectation (E) of 1 0, and the BLOSUM62 
scoring matrix (see Henikoff & Henikoff (1989) Proc. Natl Acad ScL USA 89:10915). 

Please amend the paragraph beginning at page 29, lines 13-17 as follows: 

Typically this region is comprised of two overlapping heat 
shock elements having the following sequence: 



CTGGACCCC TCTCGA GAGTTCCGCT 
(SEQ ID NQ:1) 



2 



PAGE 3/9 * RCVD AT 4/28C005 12:12:50 PM [Eastern Daylight Time] * SVR:USPT0€FXRF-1/2 4 DNIS:8729306 * CSID:5152881338 4 DURATION (mm-ss):0242 



04/28/05 THU 10:11 FAX 5152881338 



MCKEE VOORHEES & SEASE 



@004 



At page 30, please amend Table 1 as follows: 

Table 1. Engineering of Ubi-1 promoter HSE 



DNA DNA sequence 1 

construct 



HSE 

engineering 



Transgenic 
lines 



PGN7062 
PGN7547 
PGN7565 

PGN7583 

PGN7600 

PGNB926 



CTGOA CCCCTCTCGAGAGTTCCGCT 
(SEQ ID NO:l) 



CTGGACCCCTCTCGA 

(SEQ ID NO: 2) 

CTCQAGAGTTCCGCT 

(SEQ ID NO: 3) 

CTGGACCCCTCTCG ACTCGAQAGTTCCGCT HSEs 
(SEQ ID NO: 4) 

3x (GACACGTAGAATGAGTCATCAC) 
(SEQ ID NO: 5) 



wild type 


GSB 


HSBa deleted 


GSC 


3' HSE 


GSD 


deleted 




5' HSE 


GSE 


deleted 




HSEs 


GSF 


adjacent 




HSEs 


G$G 


replaced by 




Psl trimer 





^he 5' HSE is in bold type and the 3' HSE is underlined. 
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At page 45, line 17, please amend Table 1 as follows: 
Table 1. Engineered Ubi-1 promoter HSE 



dna Transgenic 

construct DNA sequence 1 lines 

description 

PGN7062 CTGGACCCCTCTCGAGAGTTCCGCT wild type GSB 

I (SEQ ID NO:l) 

PGN7547 HSEs deleted GSC 

PGN7565 CTGGACCCCTCTGGA- 3 f HSE GSD 

| (SEQ ID NO: 2) deleted 

PGN7583 CTCGAGAGTTCCGCT 5' HSE GSE 

| (SEQ ID NQ:3) ™ deleted 

PGN7600 CTGGACCCCTCTCG ACTCGAGAGTTCCGCT HSES GSF 

1 (SEQ ID NO: 4) adjacent 

PGN8 926 3X ( GACACGTAGAATGAGTCAT CAC ) HSEe GSG 

| (SEQ ID NO: 5) replaced by 

Pel t rimer 



The 5' HSE is in bold type and the 3' HSE is underlined* 
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